In the present investigation attempts were made to estimate genetic parameters for yield and its components in 315 genotypes of cocoyam collected from thirteen aroid growing districts. Plant height, petiole length, petiole breadth, leaf number, leaf length, leaf breadth, LAI, Inflorescence length, peduncle length, spathe length, spathe breadth, corm length, corm breadth, cormel number, cormel length, cormel breadth, corm weight, cormel weight, total fresh weight, total dry weight, yield per plant were taken in this study. Presence of significant differences together with wide ranges of variation indicates wide range of variability existed among the genotypes of cocoyam. Genotypic variances and coefficient of variation for most of the characters were remarkably higher than their corresponding environmental variances, which also indicate the existence of variation in genotypic level. Plant height, petiole length, leaf length, leaf breadth for cocoyam expressed high heritability with moderate to high genetic advance signalled heritable in nature. High heritability with high genetic advance in percentage of mean was also observed for plant height, petiole length, petiole breadth, leaf breadth, leaf number, LAI, corm length, corm weight, cormel weight in cocoyam.
Cocoyam (Xanthosoma sagittifoium L. Schott) locally called maulavi kachu is important vegetable in Bangladesh and it contributes a considerable part of the total supply of bulky vegetables particularly when the vegetables are scarce in the market (Ahmed and Rashid, 1975) . The edible species of cocoyam was originated in tropical America, but are now widely grown as a subsistence food crop in Asia, Africa and Polynesia. It is the most important export crop of all the root and tuber crops grown in Nicaragua (Bown, 2000) . It can be compared favorably in nutritional value with other root crops such as cassava, yam and sweet potato (Plucknett et al., 1970) . In Bangladesh very little research works on edible aroids have been done. Here it is absolutely an under utilized crop and not yet accepted as a general crop in the past to the farmers. Rapid population growth is demanding increased production and greater diversification of crops. Roots and tuber crops can play a major role in addressing this issue, which in many countries are treated just as a vegetable. Research on these crops rarely is high on the agenda of many countries. Germplasm characterization and evaluation address the existing genetic variability that acts as a supporting backbone for providing basic information towards improving the crop plant. Variation present in the genotypes is the basis of crop improvement. Any breeding program for improving the genetic pattern of crop plant
The Agriculturists 10 (2): 127-132 (2012) ISSN-1729-521 A Scientific Journal of Krishi Foundation Indexed Journal depends upon the nature and magnitude of variability and the extent to which the desirable characters are heritable (Dudly and Moll, 1969) . The genetic variability in a population along with heritability gives a reliable idea of the genetic advance to be ejected from selection for a given character (Burton, 1952; Johnson et al., 1955) . Genetic variability is an essential prerequisite for crop improvement program for obtaining high yielding varieties. Tuber yield is a complex character and governed by the number of component characters. For rational approach towards the improvement of yield selection has to be made for the components of yield. Plucknett et al. (1970) This investigation was conducted at the experimental farm of the Institute of Biological Sciences research field at Rajshahi University, Rajshahi during the on set of rainy season [2005] [2006] . The land in which the experiment was carried out was medium high. The soil was part of Level Barind agroecological zone marked by sandy loam with pH 6.5. The rainfall distribution in rabi season was very low or scanty (<40 cm). So that at least 4 times flood irrigation were necessary. All recommended agricultural and intercultural practices were used in cocoyam production. The experiment was set up in a Randomized Complete Block Design (RCBD) with three replications. In each experimental plot plant propagules were planted with row to row spacing 0.70 m X 0.70 m was maintained. When the vegetative growth is in climax then the agromorphological data were collected. When plant and vegetative growth was stunted, leaves become yellowish and dry then the quantitative parameters were observed and data were recorded following descriptors of Taro with necessary modifications (IPGRI, 1989 The collected data were analyzed following the biometrical techniques of analysis developed by Mather (1949) based on mathematical model of Fisher et al. (1932) using the SPSS and excel software. Mean and Critical differences were worked out by the method of analysis of variance used for randomized block design. Data analysis was done separately for each character. Coefficient of variability at phenotypic, genotypic and environmental levels was computed following Johnson et al. (1955) and Burton and De Vane (1953) . Variance analysis and genotypic variance (σ 2 g ), phenotypic variance (σ 2 p ), and environment variance (σ 2 e ) were estimated following Singh and Chaudhary (1977) . Broad sense heritability was estimated using the formula of Johnson et al. (1955) , Hanson et al. (1956) and Warner (1952) . The expected genetic advance for different characters under selection was estimated by the formula suggested by Allard (1960) and Lush (1949) . Genetic advance in percentage of mean was calculated from the formula given by Comstock and Robinson (1952) .
For better and perfect evaluation of Bangladeshi genotypes of cocoyam, the conventional tools in the field of biometry were used in the present investigation. In Bangladesh there are wide range of variations in aroids some are edible and some are very much wild as distinct by their acridity.
A total of 315 genotypes of cocoyam were collected from thirteen most edible aroids growing districts of Bangladesh (Table 1 ). All of the characters showed variation in their mean performances with respective to standard errors and critical differences ( Table 2 ). The analysis of variance indicated significant difference among the genotypes for all characters studied except spathe breadth, sucker number, corm length, cormel number and total dry weight. The phenotypic, genotypic and error variances, the estimates of genotypic, phenotypic coefficient of variation, heritability in broad sense, genetic advance and genetic advance in percentage of mean were presented for all characters in Table  2 . High range of variation was observed for all the studied characters, which pronounced the existence of wide scale variability. Phenotypic variances for all the characters were found higher than their corresponding genotypic and environmental variances as expected. But on close comparison between the magnitude of phenotypic and genotypic variances and coefficient of phenotypic variability, it was seen that the magnitude of phenotypic variances and coefficient of variability were much higher than their corresponding genotypic values in all the characters. Spathe breadth, corm length, cormel number, sucker number and yield per plant were influenced by environmental factors and rest of all the characters are governed by genetic factors. It indicates that though the variations for these characters are genotypic in nature but the major position of the phenotypic variances were contributed by the effect of interaction of genotypes and environment. Almost all characters exhibited higher phenotypic variances than their corresponding genotypic variances, but the differences between σ 2 p and σ 2 g were somewhat smaller or in considerable level. Higher σ 2 p together with lower σ 2 e than σ 2 g for these characters suggested the existence of genetic variability, but the phenotypic variations were also moderately influenced by the environment as well as interaction of different levels. Excepting cormel number (36.14 %), total dry weight (2.86 %) and yield per plant (23.45 %) most of the characters exhibited high heritability. Highest to moderate genetic advances were found for plant height (135.26), petiole length (92.99), leaf length (71.91) and leaf breadth (54.03). Excepting corm length (8.56), cormel number (44.63), cormel breadth (32.38), total dry weight (0.54) and yield per plant (17.71), rest of the characters exhibited high genetic advance in % of mean. From the heritability analysis it was shown that the characters corm length, cormel number, total dry weight and yield per plant exhibited low heritability. Rest of all characters exhibited high broad sense heritability percentage which suggested lower environmental effects on these characters. High heritability coupled with moderate to high genetic advance was found for plant height, petiole length, leaf length, leaf breadth and cormel length. Presence of high heritability coupled with moderate to high genetic advance indicating prepondrance of additive gene action for these characters so that selection will be meaningful. Heritability with low genetic advance indicate the symptom of non additive gene action due to dominance and epistasis. Low heritability with low genetic advance expressed by corm length, cormel number, cormel breadth, and yield per plant suggested the role of non additive gene action for the control of these characters. High heritability along with high genetic advance is more reliable than heritability alone in predicting the results of selection (Johnson et al., 1955) . Reys Castro et al. (2005) worked on three cocoyam genotypes for phenotypic character evaluation on plant height, leaf number, number of secondary shoots, pseudostem diameter and leaf area of the penultimate leaf, number of cormels, mean cormel weight maximum diameter of the cormel, length of the cormels and yield per plant. They found that cormel weight was the only trait that differed significantly between the genotypes, while number of leaves, number of cormels and yield per plant differed between the two genotypes.
Plant height, petiole length, leaf length, leaf breadth expressed high heritability with moderate to high genetic advance proved to be heritable in nature. High heritability with high genetic advance in percentage of mean was also observed for plant height, petiole length, petiole breadth, leaf breadth, leaf number, LA, corm length, corm weight, cormel weight for cocoyam.
